of bread wheat (Triticum aestivum L; 2n=6x=42, AABBDD) with 2 genomes and 28 chromosomes.
. Spike and spikelet of Ae. cylindrica species.
3
The genomic constitution of Ae. cylindrica was determined by the analyses of chromosome pairi 4 storage proteins, isozymes, and differences in restriction length patterns of repeated nucleot Counting the number of seed per spikelets (per plant) Spikelet seed number . 4 Counting the number of stem leaves (per plant) Leaf number of rachis . 5
Counting the number of spikelets (per spike) Spikelet number per spike . 6
Counting the number of stem nodes (per plant) Node number of rachis . 7
Length measurement of seeds (per plant) (mm) Kernel length . 8 Measuring spike length (per plant) (cm) Spike length . 9
Spikelet length measurement (per plant) (mm) Named grain flour, half glass and glass, with the numbers 3, 5 and 7, respectively Seed tissue . 1 7 Named white, yellow and brown stamens, with numbers 1, 2 and 3, respectively Stamen color . 1 8 Named white, red and purple grains, with numbers 1, 2 and 3, respectively Seed color . 1 9
Named white, red to brown and purple to black with numbers 1, 2 and 3, respectively The present investigation on the geographical distribution of Ae. cylindrica showed that 1 2 distribution centers are more than reported in a previous study (11) in Iran. In the present study, distribution centers for this species. The results also showed that this species mostly present 1 5 mountain ecosystems and it is not found at low altitude ecosystems such as the margins and 1 6 southern coast ecosystems of Caspian Sea. Previous studies indicated that the evolution of bre of this study showed that the Ae. cylindrica species has a wide distribution in this region. With t 1 9 explanation, the possibility of challenging unproven hypothesis that Ae. cylindrica had a potential 2 0 be as a donor of hexaploid wheat D genome (37) might be more acceptable. and 5.61 percent. Most standard deviations were also related to plant height, flowering date and maturity 7 date and the lowest standard deviation were related to rachis width, spikelet width and width of spikelet 8 glume (Table 3 ). White and flour form kernel, brown and glabrous glumes, moderate fragility spikes, 9 brown stamens and standing bushes were predominantly observed traits in the research field.
0
Furthermore, growth habit showed the most variation using non-standard and standard diversity index of accession No are presented in Table 2 and chromosomes count, satellites count in karyotype and also 7 karyotypic formula are shown in Table 5 . The metaphase cell and ideogram of various accessions are Urmia and both of them were sub-metacentric. Maximum and minimum of long arm to short arm ratio from Naghadeh and the lowest coefficient of variation was found in the Javanrud accession. All of the 2 0 accessions that were collected from the north-west and the West of Iran, belonged to A2 position of the 2 1
Stebbins The results of factor analysis of 9 chromosomal morphology traits showed that the first two 1 factors had Eigen values greater than one with 65.83 to 88.39 percent variance and these two 2 factors were responsible for diversity in the accessions (Tables 7 & 8) . factor coefficients. Thus, the second factor was named as karyotype symmetry duo to all of these 
: 
